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members of the new GACKIXdomain superfamily. Sequence analysis suggests that Gal11-and ARC105-like proteins are homologs and have the same function in Mediator complexes.
The KIX domain of CBP/p300 proteins acts as a docking site for more than ten distinct families of transcriptional activators [7, 8] . By analyzing the amino-terminal region of ARC105 and Gal11, we found that they belong to a novel domain superfamily (GACKIX) including amino-terminal animal ARC105, fungal/plant Gal11-like, plant CBP-like and KIX domain sequence segments (named NT-GAL11, NT-ARC105, NT-plantCBP and KIX domains, respectively). The collection of proteins with NT-GAL11, NT-ARC105 and NTplantCBP domains is described in the following three paragraphs.
The conserved amino-terminal domain family in ARC105 proteins (NT-ARC105) can be collected in two rounds of a PSI-BLAST search (inclusion E-value: E = 0.005) [9] with the first 128 amino acids (AA) of human ARC105 (accession Q96RN5) against the non-redundant protein database (nr) from NCBI. The putative orthologous aminoterminal segments in mouse, frog, fish, fly (round 1, E = 4e -12 ), and worm proteins (round 2, E = 0.003) are retrieved (Figures 1, 2) .
The amino-terminal domain of Gal11-like proteins (NT-GAL11) can be found in fungal and plant proteomes (Figure 1 and 2) . Reciprocal BLAST hits of fulllength Candida albicans Gal11 (T18235) and a group of plant proteins (e.g., BAC56002, NP_173030) were used to define the homologous Gal11 protein set. Consequently, the NT-GAL11 domain was defined in a PSI-BLAST search with Arabidopsis thaliana NP_173030 (aminoterminal 117 AA) against nr, which collected a group of aminoterminally located segments in hypothetical plant proteins and, then, in C. albicans Gal11 (accession T18235, round 2, E = 2e-05) and in an E. cuniculi [7] . The KIX domain consists of 3 α α-helices and 2 short 3 10 -helices. Successive helices are shown in dark red, red, orange, green, and blue. The core residues W591, Y640, Y649 are highly conserved (see Figure 2) , located on different helices and stabilize the domain structure. These residues are shown in the stick mode (in purple). The highly conserved R600 is involved in a buried cation-π π interaction with the aromatic ring of Y640. R600 methylation by CARM1 disrupts KIX-KID binding [8] . Figure 1 and Mm-Mus musculus, Os-Oryza sativa). Below the alignment, we show the secondary structure of 1kdxA [7] and a predicted consensus secondary structure over the aligned sequences. 
